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Abstract

Aquaculture is the fastest growing food producing sector in the world and has been recognized for its
potential to alleviate poverty and economic welfare. This promising industry has been badly affected due to
severe disease outbreaks like TiLVD, WSSV, AHPND etc. Moreover, lack of appropriate tools to detect the
pathogens and track their origins represent a key challenge to the management of infectious diseases.
Accurate identification of the pathogens is needed for efficient and timely management of aquatic animal
health. But, it is difficult to detect and characterize pathogenic organisms with the age-old traditional
methods. Recent advances in DNA sequencing such as next generation sequencing (NGS) have provided a
new tool for aquatic pathogen detection known as whole genome sequencing (WGS). This technology offers
the scope to reveal detailed information about a pathogen’s genetic structure and virulence characteristics.
Recently, Aquatic Animal Health Group of Department of Fisheries, University of Dhaka detect and
characterize AHPND positive Vibrio parahaemolyticus strains from shrimp (Penaeus monodon) of south-west
Bangladesh through WGS. Application of WGS to detect aquaculture pathogens has many advantages and
implementation challenges. By overcoming those challenges, WGS could be a dynamic step permitting
implementation of evidence-based biosecurity to minimize disease impact. ,\_‘3‘3‘
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Gene 5090 4854
tRNA 119 109
misc_RNA 51 45
rRNA 10 10
tmRNA 1 1
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